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Blast 2 S qu nc s results 

- Entroz BLAST OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.5 [Nov-16-2002] 



Matrix 1 BLOSUM62 1 4 1 gap opcn-"E3 gap extensio n: 111 
xjiropoff: |53| expectilO.gPwordsize: $D Fifter 



era 



Sequence 1 g i 3702836 hASIC3 [Homo sapiens] Length 531 
Sequence 2 gi 13592019 P2X3 [Rattus norvegicus] Length 397 
N significant similarity was found 
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Align two sequences 

Tue Apr 15 17:04:02 BST 2003 



/usr/tmp/seql- 214485. sea r 397 aa 
>gi| 13592019 |rftf |NP_112337 . 1 | P2X3 (RattUS norve 397 aa Va . 
>gi|3702636|gb|AAC62935-l| hASIC3 [Homo sapiens], 531 aa 
scoring matrix: f gap penalties: -12/~2 
15,7% identity; Global alignment score: ~167 

10 20 30 40 

/usr/ 1 MNCIS DFFTYETTKSV WKSWTI GIItiRAVQLLIISYFVGW 



gi | 370 MKPTSGPEEARRQPSDIRVFASWCSMHGLGHVFGPGSLSLRRGMWAAAVV1.SVATFLY0V 
10 20 30 40 50 60 

50 60 70 
/USX/t V tXHEKAXQVRDT AXES SVVTKVKGFGR YANRVM DVS 



gi|370 AERVRVYRElFfiHQTALDERESHRLVPPAVTLCNINPLRRSRLTPNDLHWAGSALLGLDPA 
70 80 90 100 110 120 

80 90 100 110 120 130 

/usr/t DYVT PPQGTSVFVIITKIIVTENQMQGFCPENEEKYRCVSDSQ-CGPERFPGG 

* » * * m www w * 9 • mm m a * 

gi | 370 EHAAFX*RAI*GRPPAPPG-FMPSPTFDMAQLVAI^GHSLDDMLI-DCRPRGQPCGPENFTTI 
130 140 150 160 170 

140 150 
/usr/t GILTGRCVNYSS VLRTC EIQG W CPTEVD 

gi 1 370 FTRMGKCYTFNSGADGAELLTTTRGGMGKGtDIMLDVQQEEYLPVWRDHEETPFEVGIRV 
180 190 200 210 220 230 

160 170 180 190 200 

/usr/t - — TVEMPIMME ■ AENFTIFI KNSIRF PLFNFEKGNLLPNLTDKDIKRC 

gi I 370 QIHSQEEPPIIDQLGLGVSPGYQTFVSCQQQQliSFLPPPWGDCSSASLHPNY-EPEPSDP 
240 250 260 270 280 290 

210 220 230 240 250 260 

/usr /t RFH PEKAPFCPILRVGDWKF AGQDFAKL ARTGGVLGI KIGW VCDLDKAWDQCI PKY 

- - * • -2 ♦ ♦ j * t j i i .. 

gil 370 LGSPSPSPSPPYTLMG—CRLACET-RYVARKCGCRMVYMPGDVPVCS-PQQYKNC 

300 310 320 330 340 350 

270 280 290 300 
/usr/t S FTRXDGV5 EKSSVS PG YNFRFAKY Y KM ENGSEYRTLLK * — ■ A 



gi I 37 0 AHPAIDAlLRKDSCACPNPCASTRYAKELSMVRIPSRAAARFUOaCLNRSEAYIAEWVLA 
360 370 380 390 4Q0 410 
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310 320 330 340 
/usr/t FGIRFDVLVYGNAGK FNIIPTIISSVAAFTSVGVGTVL CDII — -L1*N 

• * • I • . » ■ £ • 

|370 LDIFFEALNYETVEQKKAYEMSEI-LGDIGGaMGLFIGASLXiTILEILDYLCEVFRDKVLG 
420 430 440 450 460 470 

350 360 370 380 390 

/usr/t FLKG ADH YKARKFEE VT E TTLKGT AS TN — - — - PVF AS DQ AT VEKQ STDSG"AYSIG 



|370 YFWNUQHSQRHSSTNLLQEGL-GSHRTQVPHliSLCSPRPPTPPCAVTKTtSASHRTCYLVT 
480 490 500 510 520 



/usjr/t H- 



gi{370 QL 
530 

Elapsed time: 0:00:00 
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Blast2Sequ nees results 

PubMtd Entrez BLAST OMIM Taxonomy Slnictura 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.5 [Nov-16-2002] 




Matrix; I 8LOSUM62 I $ i gap open:|ll| gap extension: 
xdropoff: (19 «pectlS)WQrdsi2e: S Filter E 



Sequence 1 g i 3702836 proton-gated cation channel subunit [Homo sapiens] Length 53 1 

Sequence 2 gi 12643353 P2X purinoceptor 2 (ATP receptor) (P2X2) (Purinergic receptor) Length 47 1 
No significant similarity was found 
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Stqucwc AUpmwflt Output 4/13/03 1:50 Pm 

Align two sequences 

Tue Apr 15 18:49:23 BST 2003 



/usr/tmp/seql,,215975.sca : 472 aa 
>gi|1352688|sp|P4 9653|P2X2_RAT P2X purinoceptor 2 472 aa vs- 
>gi | 37028361 gb| AAC62935.il hASIC3 [Homo sapiens], 531 aa 
scoring matrix: , gap penalties: -12/-2 
17.1% identity; Global alignment score: -108 

10 20 30 40 

/usr/t M — ~ VRRLARGC-WSAFWDYETPKVIWKNRRtGFVHRMVQtLrLLYF 

* . . : , . : : : ; 

gi I 37 0 MKPTSGPEEARRQPSDIRVFASNCSMHGLGHVFGPGSLSLR-RGMWAAAVVtjSVATFLYQ 
10 20 30 40 50 

50 60 70 80 

/usr/t V WYVFIVQKSYQDSETG PESSI — ITKVKGITMSEDKV-WDVEEYV--KP 



gi I 370 VAERVRYYREFHflQTM^EI^SK^LVFPAVTLCNINPLRRSRLTPNDIiHWAGSAL^GLDP 
60 70 80 90 100 110 

90 100 110 120 130 140 

/Usr/t PEGGSWSirtRlEVTPSQTLGTCPESMRVHSSTCHSDDDCXAGQLDMQGKGlRTGHCVP 

1 * - * - : ■ : : : : : . : : . . : : s 

gi I 370 AEH AAFLRALGRP PAPPGFMPS PTFDMAQLYARAGHSL DDMI/ LDCR FRGQFCGP 

120 130 140 150 160 170 

150 160 170 180 190 200 

/usr/ 1 YYHGDSKTCEV5AWCPVEDGTSDNHFL"* GKMAPNFTIL — IKNSIHYPKFKFSKGN 

* • ■ ■ ♦ * 

* - « • - - ; « * : 

gil 370 ENF— TTIFTRMGKCYTFNSGAOGAELLTTTRGGMGNGLDIMLDVQQEEYLPVWR ON 

180 190 200 210 220 

210 220 230 240 250 260 

/usr/t IASQKSI>VXKHCTFDQDSDPVCPlFRLGFIVEKAGENFTELAaKGGVlGVIIKWtJCDLDL 

-* ■ - • * • - , • J. , , , , ; 

gi I 37 0 EETPFEVGXRVQIHSQEEPPT — I DQLGLGVS PGYQTFVSCQQQQLS F-LP PP WG DC 

230 240 250 260 270 280 

270 280 290 300 310 

/usr/t SESECNPKYSFRRLDPKYDPASSGYNFRFAKYYKING TTTTRTLIKAYGIRIDVIVH 

j _ ; ^ . 1 • t ; t * • • * - ■»» 

gi | 370 SSASLNPKYEPEPSDPLGSPSPSP SPPYTLMGCRLACETRYvWcGCRM-VYMP 

290 300 310 320 330 

320 330 340 350 360 370 

/usr/t GQAGKPSLlPTIINLATALTSI-GVGSFLCDWItLTFMNKNKLYSHKKFDKVRTPKHPSS 

gi I 370 GDVPVCSPQQYKNCAHPAIDAILRKDSCACPNPCAST^^ 

340 350 360 370 380 390 
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380 390 400 410 420 

/usr/t KW PVTIA LVLGQIPPPPSHYSQDQPPSPPSGE GPTLGE GAEL 

. . i ; - ; . : - • ! : : ; 

<tl I 370 RFLABKLNRSBAY I ABNV1ALDI FFEALNYETVEQKKAYEMSBLLGD I GGQMGLFI GASL 
400 410 420 430 440 450 

430 440 4S0 
/usr/t PIAVQS-PRPCST — SALTEQWDTLGQH MGQRPPVP 

ai I 370 LTILEILOTLCBVTODKVLGYFWNM 

»ia dftft 490 500 510 



460 



460 470 
/usr/t EPSOQDSTSTDPKG 1AQI* 



gi|370 PC A VTKTI/S AS H RT CYLVTQL 
520 530 

Elapsed time: Q;00t00 
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